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(26)GFNIKDSYMH(35) 
< 50 ) WI DPENGDTE YAPKFQ ( 65 ) 
<99)GTPTGPYYFDY(109) 
(159) SASSSVSYMH (168) 
(184)STSNIAS(190) 
', (223)QQRSSYPLT(231) 
Fig;. 1. Amino acid sequences o£ CAB1 CDRs 
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1 QVKLQQSGAE LVRSGTSVKL SCTASGFNIK DSYMHWLRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF . TTDTSSNTAY LQLSSLTSED TAVYYCNEGT 

101 PTGPYYPDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIMSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL WIYSTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRSSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMKAQSVP. GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH . TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ . 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVAIAPL PVAEVNPPAP . 

5.51 PVKASWVHKT GSTGGFGSYV AF1 PEKQIG1 VMLANTSYPN PARVEAAYHI 

601 LEALQ 

Fig. 2A Amino acid sequence of CAB1 protein 
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1 TPVSEKQLAE WANTITPLM KAQSVPGMAV AVIYQGKPHY Yf FGKADIAA 

51 NKPVTPQTLF ELGSISKTFT GVLGGDAIAR GEISLDDAVT RYWPQLTGKQ 

101 WQGIRMLDLA TYTAGGLPLQ VPDEVTDNAS, LLRFYQNWQP QWKPGTTRLY 

151 ANAS I GLFGA LAVKPSGMPY EQAMTTRVLK PLKLDHTWIN V PKAEEAH Y A 

201 WGYRDGKAVR VSPGMLDAQA YGVKTNVQDM ANWVMANMAP ENVADASLKQ 

251 GIALAQSRYW RIGSMYQGLG WEMLNWPVEA NTWETSFGN VALAPLPVAE 

301 VNPPAPPVKA SWVHKTGSTG GFGSYVAFIP EKQIGIVMLA NTSYPNPARV 

351 EAAYH ILEAL Q 

Pig . 2B Amino acid sequence of BIA protein 



SEQIDNO:3 



WO 2005/058236 



4/79 



H1CDR (26)GFNIKDSYMH(35) 

H2CDR ( 50 ) WIDPENGDTEYAPKFQ ( 65 ) 

H.3CDR . (99)GLPTGPYYFDY(109) 

L1CDR (159)SASSSVSYMH(168) 

L2CDR (184)DTSNLAS(190) 

L3CDR (223)QQRDSYPLT(231) 

Fig. 3A Amino acid sequences of CAB1.6 CDRs 
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H1CDR (26)GFNIKDSYMH(35) 

H2CDR (50) WIDPENGDTEYAPKFQ ( 65 ) 

H3CDR (99)GLPLGAIYNDY(109) 

L1CDR (159)SASSAVYAMH(168) 

L2CDR (184)DTSNLAS(190) 

L3CDR (223)QQRDSYPLT(231) 

Fig. 3B Amino acid sequences off CAB1.7 CDRs 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAAT PVSEK 

251 QLAEWANTI TPLMKAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 LFGALAVKPS . GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET S FGNVALAPI* PVAEVNPPAP . 

551 PVKASWVHKT GSTGGFGSYV AFIPEKQIGI VMLANTSYPN PARVEAAYHI 

601 LEA1.Q 

Pig. 4A Amino acid sequence of CAB1. 6 protein 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMAAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH . TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIAIAQ . 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP . 

551 PVKASWVHKT GSTGGFGAYV AFIPEKdIGI VMLANTSYPN PARVEAAYHI 

601 LEALQ 

Pig. 4B Amino acid sequence of CAB1 . 6i pro-bein 
SEQIDNO:8 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY: LQLSSLTSED TAVYYCNEGL 

101 PLGAIYNDYW GQGTTVTVSS GGGGS GGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSAVYAMHWF QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMKAQSVP GMAVAVIYQG KPHYYT FGKA DIAANKPVTP 

301 QTLF.ELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 • LFGALAVKPS. GMPYEQAMTT RVLKPLKLDH .. TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP ; 

551 PVKASWVHKT GSTGGFGSYV AFIPEKQIGI VMLANTSYPN PARVEAAYHI 

601 LEAltQ 

Fig. 5A Amino acid sequence of CAB1.7 protein 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 

101 PLGAIYNDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSAVYAMHWF QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMAAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD -OAVTRYWPQL -TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANAS.IG 

401 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP 

551 PVKASWVHKT GSTGGFGAYV AFIPEKQIGI VMLANTSYPN PARVEAAYHI • 

601 LEALQ ' 

Pig. 5B Amino acid sequence of CAB1.7i protein 
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Figure 6A 
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Figure 6B 
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aopaattatcatatfiaaatacctgctgccgaccgctgctgctggtctgctgctcctcgctgcccagccggccatggcccaggtgaaactgcagcagt 
^ 0 «^Lactt£*eaSgtcagggacctcagtcaagtlgtcctgcacagcttrt 

!S!catcct^ 
f* t ° m «»ac*act c eEfiO^ 

S^cacccaSSccagcaatcatglctgcatctccaggggagaaggtcacc 
^SfLaoaaeecaafzcacttctcccaaact^ 

faStcLctctctcacaatcagccgaatggaggctgaagatgctgccacttattactgc^ 
faSaaEctaeagcteaaacggEcggccacaccggt^cagaaaaacagctggcggaggtgglcgcgaatacga^ 

SLalmccaLcat^^ 
cfrtlaccaeatac^ 

rrfrfacLLteaScacggataacgcctccctgctgcgctttlatcaaaactggcagccgcagtggaagcctggcacaacgc^^ 
!c!^«ScfiEt^ttSgtgcgctggcggtcaaaccttctggcatg^ 

oea^afacctSttaacglgccgaaagcggaagaggcgcattacgcctggggctatcgtgacggtaaagcg 
Jp^cacaaBcctategcgtgaaaaccaacglgcaggatatggcgaactggglcatggcaaacatggcgccggagaacgttg^ 

ttSlcaaeecatcgcIctggc 

^fcaS^ 

otrtccata^caLctctactggcgggmggcagctacgtggccmattcctgaaaagcag 

™c«ficta e lcaECcagaactcgccccggaagaccccgaggatgtcgagcaccaccac(»cc^ 

ccp«aaSraiTctM^ 
!Iftaactatatcc£gatt^^ 

^!aor B ccctafiCfiCCCgctccmcgctncttcccttcctttctcgccacgttcgccggcm 

"S™Ka*ect^cg^^^ 
^SlSItfcaci^ 

f^SSca^mcacaccgcatatggtgcactctcagtacaatctgctctgatgccgcate 

cf^oaaaVctSBceEaacccctamgmattmctaaata^ 

cffmeceMcaataaSacctgtgacggaag 

'jTaaS 

ISoScaaSacctataaccagaccgttcagctggatattacggccttmaaagaccgtaaagaaaaataagcacaagtt^^ 



Figure 6C — [ 
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.oocrt-^cacgatgggcaaaianatacgcaaggcgacaagglgctgatgccgctggcgattcagg^catcatgccgtctg 
gacaacttcttcgcccccgt aat ttacaaca gt ac tgcgatgagtggcagggcggggcgtaaagacagatcgctgagataggtgcc 

jatggcttccatglcggcag^ * ^ 

: actgattaagcattggtaac ? * ' cgttccac tga gcgt M gaccccgtagaaaagatcaaaggatcttcttgagatcctttttttc«g 

5 ataatctcatga^ 

EC8taatctgctgcttgca^ aatac ^ agccgtagttaggccaccacttcaagaactctgtagcaccgcctac^tacctogclctgc. 

tc ^ ca 8Bgcgcagatacoj a ggcgata a gtcgtgtcttaccg ggttggacrtcaagacgatagttaccggataaggcgcagcggtcggg 
aatcctgttacca#g££tgc 

^fi a a c 88g8g8«cgtgca .„ | aggtatccggiaagcggcagggtcggaaca ggagagcgcacgagggagcttccagggggaaacgccl 

ggtatcmatagtcctgtcgS^ 
acgcggccttmacggttcotggcc g ^ 

gagctgataccgctcgcc^a^ 

cccgcgcgttggccgatto^ 



Figure 6C '~ X. 
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Figure7A 
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Figure 7B 
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BLA activity added (uriits/mL) 



Figure 7C 
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Figure 8A — * \ 
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Figure 8B - X 
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Figure 8B 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 

101 PLGAIYNDYW GQGTTVTVSS GGGGSGGGGS. GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMKAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGS1S KTFTGVLGGD AlARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLAT YTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANAS IG 

401 LFGALAVKPS . GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML pAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP , 

551 PVKASWVHKT GSTGGFGSYV AFIPEKQIGI VMLANTSYPN PARVEAAYHI 

601 LEALQ 

Pig. 15A Amino acid sequence of SW149.5 protein 
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1 QVKLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWLRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGT 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIMSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL. VIYSTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRSSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMKAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 LFGALAVKPS . GMPYEQAMTT RVLKPLKLDH . TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP 

551 PVKASWVHKT GSTGGFGSYV AFIPEKCjlGI VMLANTSYPN PARVEAAYHI 

601 LEALQ 

Pig. 15B Amino acid sequence of CAB1.1 protein 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGACT 

301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

401 GATCAGAAAA. TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 

451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATA 

551 GCACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGATCTAG TTACCCACTC ACGTTCGGTG 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CGACACCGGT GTCAGAAAAA 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 

801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT.. 

851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 

951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051- CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201' CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT. ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC. GCTGGCGCAG 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

1701 CAGCT ACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTGG 

1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 

1801 CTCGAGGCGC TACAG 



Pig. 15C Nucleotide sequence of CAB1.2 gene 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGT 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL VIYSTSNLAS GVPARFSGSG 

201 SGTSYSLT1S RMEAEDAATY YCQQRSSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMKAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 LFGALAVKPS . GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 

451 KAVRVS PGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ . 

501 SRYWRIGSMY QGLGWEMLNW PVEANT WET SFGNVALAPL PVAEVNPPAP . 

551 PVKASWVHKT GSTGGFGSYV AFIPEKGIGI VMLANTSYPN PARVEAAYHI 

601 LEALQ 

Pig. 15D Amino acid sequence of CAB1.2 protein 
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H1CDR (26)GFNIKDSYMH(35) 

H2CDR (50) WIDPENGDTEYAPKFQ (65) 

H3CDR ; (99)GTPTGPYYFDY(109) 

L1CDR (159)SASSSVSYMH(168) 

L2CDR (184)DTSNLAS<190) 

L3CDR (223)QQRDSYPLT(231) 

Fig. 15E Amino acid sequences of CAB*; 4 CDRs 
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H1CDR (154) GGCTTCAACATTAAAGACTCCTATATGCAC (183) 

H2CDR (226) T.GGATTGATCCTGAGAATGGTGATACTGAATATGCCCCGAAGTTCCAG (273) 

H3CDK (373) GGGACTCCGACTGGGCCGTACTACTTTGACTAC (AOS) 

L1CDR (553) AGTGCCAGCTCAAGTGTAAGTTACATGCAC (582) 

L2CDR (628)GATACATCCAACCTGGCTTCT(648) 

L3CDR (745) CAGCAAAGAGATAGTTACCCACTCACG (771) 



Fig. ISP Nucleotide sequence of CAB1.4 CDRs 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG. GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCC.CCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGACT 

301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

401 GATCAGAAAA. TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 

451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATG 

551 ATACATCCAA CGTGGCTTCT GGAGTCCCTG CTGGCTTCAG TGGCAGTGGA 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCCACTC ACGTTCGGTG 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 

801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT. 

851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 

951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG • 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

.1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

1701 CAGCTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 

1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 
1801 CTCGAGGCGC TACAG , 



Pig. 15G. Nucleotide sequence of CAB1.4 gene 



WO 2005/058236 
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PCT/US2004/041429 



1 QVQLQQSGAE LVKSGGSVKL 

51 IDPENGDTEY APKFQGKATF 

101 PTGPYYFDYW GQGTTVTVSS 

151 GEKVTITCSA SSSVSYMHWF 

201 . SGTSYSLTIS RMEAEDAATY 

251 QLAEWANTI TPLMKAQSVP 

301 QTLFELGSIS KTFTGVLGGD 

351 LDLATYTAGG LPLQVPDEVT 

401 LFGALAVKPS . GMPYEQAMTT 

451 KAVRVSPGML DAQAYGVKTN 

501 SRYWRIGSMY QGLGWEMLNW 

551 PVKASWVHKT GSTGGFGSYV 

601 LEALQ 



SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 
TTDTSSNTAY LQLSSLTSED TAVYYCNEGT 
GGGGSGGGGS GGGGSENVLT QSPAIVSASP 
QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 
YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 
GMAVAVIYQG KPHYYTFGKA DIAANKPyTP 
AIARGEISLD DAVTRYWPQL TGKQWQGIRM 
DNASLLRFYQ NWQPQWKPGT TRLYANASIG 
RVLKPLKLDH . TWINVPKAEE AHYAWGYRDG 
VQDMANWVMA NMAPENVADA SLKQGIALAQ 
PVEANTWET SFGNVALAPL PVAEVNPPAP 
AFIPEKQIGI VMLANTSYPN PARVEAA YH 1 



Fig. 15H Amino acid sequence of CAB1.4 protein 
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H1CDR (154) GGCTTCAACATTAAAGACTCCTATATGCAC (183) 

H2CDR (226) TGGATTGATCCTGAC3AATGGTGATACTGAATATGCCCCGAAGTTCCAG (273) 

H3CDR (373) GGGCTCCCGACTGGGCCGTACTACTTTGACTAC (405) 

LlCDR (553) AGTGCCAGCTCAAGTGTAAGTTACATGCAC (582) 

L2CDR (628)GATACATCCAACCTGGCTTCT(€48) 

L3CDR (745) CAGCAAAGAGATAGTTACCCACTCACG (771) ; 

Fig. 151 Nucleotide sequences of CAB1.6 CDRs 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA . CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGCTC 

301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

401 GATCAGAAAA. TGTGCTCACC CAGTCTCCAG . CAATCGTGTC TGCATCTCCA 

451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATG 

551 ATACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA. 

601 TCTGGGACCT CTTACTCTCT CACAAT CAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCCACTC AGGTTCGGTG 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 

801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT. 

851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 CAGACCCTGT TCGAGCTGGG TTCTAT AAGT AAAACCTTCA CCGGCGTTTT 

. 951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTAGAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGGAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT. ATGAGGAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

1701 CAGCTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTGG 

1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 

1801 CTCGAGGCGC TACAG 



Pig. IS J Nucleotide sequence of CAB1.6 gene 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 
51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 
101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 
151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 
201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 
251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGCTC 
301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 
351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 
401 GATCAGAAAA TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 
451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 
501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCGCAAACTC GTGATTTATG . 
551 ATACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA- 
601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 
651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCCACTC ACGTTCGGTG. 
701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 
751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGGCGGCCCA 
801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT. 
851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 
901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT. AAAACCTTCA CCGGCGTTTT 
951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 
1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 
1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 
1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 
1151 CGGAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 
1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT. ATGAGCAGGC 
1251 CATGACGACG CGGGTCCTTA AGCCGGTCAA GCTGGACCAT ACCTGGATTA 
1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 
1351 AAAGCGGTGC GGGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 
1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 
1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG ' 
1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 
1551 GCTCAAGTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 
1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 
1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 
1701 CGCGTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTGG 
1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 
1801 CTCGAGGCGC TACAG 



Pig. 15K Nucleotide sequence of CAB1.6i gene 
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H1CDR (154) GGCTTCAACATTAAAGACTCCTATATGCAC (183) 

H2CDR (226) TGGATTGATCCTGAGAATGGTGATACTGAATATGCCCCGAAGTTCCAG (273) 

H3CDR (373) GGGOTCCCGCTCGGGGCCATTTACAAOGACTAC (405) 

LlCDR (553)AGTGCCAGCTCAGCTGTATATGCCATGCAC(582) 

* L2CDR ( 628 ) GATACATCCAACCTGGCTTCT (.64,8 ) 

L3CDR (745) CAGCAAAGAGATAGTTACCCACTCACG (771) 

Fig. 15L Nucleotide sequences of CASl.7 CDRs 
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1 CAGGTGCAGC 

51 AGTCAAGTTG 

101 TGCACTGGGT 

151 ATTGATCCTG 

201 GGCCACTTTT 

251 GCAGCCTGAC 

301 CCGCTCGGGG 

351 CGTCTCCTCA 

401 GATCAGAAAA 

451 GGGGAGAAGG 

501 GCACTGGTTC 

551 ATACATCCAA 

601 TCTGGGACCT 

651 TGCCACTTAT 

701 CTGGCACCAA 

751 CAGCTGGCGG 

801 GTCTGTTCCA 

851 ATTACACATT 

901 CAGACCCTGT 

951 AGGTGGGGAT 

1001 CCAGATACTG 

1051 CTGGATCTCG 

1101 TGAGGTCACG 

1151 CGCAGTGGAA 

1201 CTTTTTGGTG 

1251 CATGACGACG 

13 01 ACGTGCCGAA 
1351 AAAGCGGTGC 
1401 GAAAACCAAC 

14 51 CGGAGAACGT 
1501 TCGCGCTACT 
1551 GCTCAACTGG 
1601 ATGTAGCACT 
1651 CCGGTCAAAG 
1701 CAGCTACGTG 
1751 CGAATACAAG 
1801 CTCGAGGCGC 



TGCAGCAGTC 
TCCTGCACAG 
GAGGCAGGGG 
AGAATGGTGA 
ACTACAGACA 
ATCTGAGGAC 
CCATTTACAA 
GGTGGAGGCG 
TGTGCTCACC 
TCACCATAAC 
CAGCAGAAGC 
CCTGGCTTCT 
CTTACTCTCT 
TACTGCCAGC 
GCTGGAGCTG 
AGGTGGTCGC 
GGCATGGCGG 
"TGGCAAGG.CC 
TCGAGCTGGG 
GCCATTGCTC 
GCCACAGCTG 
CCACCTACAC 
GATAACGCCT 
GCCTGGCACA 
CGCTGGCGGT 
CGGGTCCTTA 
AGCGGAAGAG 
GCGTTTCGCC 
GTGCAGGATA 
TGCTGATGCC 
GGCGTATCGG 
CCCGTGGAGG 
GGCGCCGTTG 
CGTCCTGGGT 
GCCTTTATTC 
CTATCCGAAC 
TACAG 



TGGGGCAGAA 

CTTCTGGCTT 

CCTGAACAGG 

TACTGAATAT 

CATCCTCCAA 

ACTGCCGTCT 

CGACTACTGG 

GTTqAGGCGG 

CAGTCTCCAG 

CTGCAGTGCC 

CAGGCACTTC 

GGAGTCCCTG 

CACAATCAGC 

AAAGAGATAG 

AAACGGGCGG 

GAATACGATT 

TGGCCGTTAT 

GATATCGCGG 

TTCTATAAGT 

GCGGTGAAAT 

ACGGGCAAGC 

CGCTGGCGGC 

CCCTGCTGCG 

ACGCGTCTTT 

CAAACCTTCT 

AGCCGCTCAA 

GCGCATTACG 

GGGTATGCTG 

TGGCGAACTG 

TCACTTAAGC 

GTCAATGTAT 

CCAACACGGT 

CCCGTGGCAG 

CCATAAAACG 

CTGAAAAGCA 

CCGGCACGCG 



CTTGTGAAAT 

CAACATTAAA 

GCCTGGAGTG 

GCCCCGAAGT 

CACAGCCTAC 

ATTATTGTAA 

GGCCAAGGGA 

AGGTGGCTCT 

CAATCGTGTC 

AGCTCAGCTG 

TCCCAAACTC 

CTCGCTTCAG 

CGAATGGAGG 

TTACCCACTC 

CCACACCGGT 

ACCCCGCTGA 

TTATCAGGGA 

CGAATAAACC 

AAAACCTTCA 

TTCGCTGGAC 

AGTGGCAGGG 

CTGCCGCTAC 

CTTTTATCAA 

ACGCCAACGC 

GGCATGCCCT 

GCTGGACCAT 

CCTGGGGCTA 

GATGCACAAG 

GGTCATGGCA 

AGGGCATCGC 

CAGGGTCTGG 

GGTCGAGACG 

AAGTGAATCC 

GGCTCTACTG 

GATCGGTATT 

TTGAGGCGGC 



CAGGGGGCTC 

GACTCCTATA 

GATTGGATGG 

TCCAGGGCAA 

CTGCAGCTCA 

TGAGGGGCTC 

CCACGGTCAC 

GGCGGTGGCG 

TGCATCTCCA 

TATATGCCAT 

GTGATTTATG 

TGGCAGTGGA 

CTGAAGATGC 

ACGTTCGGTG 

GTCAGAAAAA 

TGAAAGCCCA 

AAACCGCACT 

CGTTACGCCT 

GCG6CGTTTT 

GATGCGGTGA 

TATTCGTATG 

AGGTACCGGA 

AACTGGCAGC 

CAGCATCGGT 

ATGAGCAGGC 

ACCTGGATTA 

TCGTGACGGT 

CCTATGGCGT 

AACATGGCGC 

GCTGGCGCAG 

GCTGGGAGAT 

AGTTTTGGTA 

ACCGGCTCCC 

GCGGGTTTGG 

GTGATGCTCG 

ATACCATATC 



Fig. 15M Nucleotide sequence of CAB1.7 gene 
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1 CAGGTGCAGC 
51 AGTCAAGTTG 
101 TGCACTGGGT 
151 ATTGATCCTG 
201 GGCCACTTTT 
251 GCAGCCTGAC 
301 CCGCTCGGGG 
351 CGTCTCCTCA 
401 GATCAGAAAA 
451 GGGGAGAAGG 
501 GCACTGGTTC 
551 ATACATCCAA 
601 TCTGGGACCT 
651 TGCCACTTAT 
701 CTGGCACCAA 
751 CAGCTGGCGG 
801 GTCTGTTCCA 
851 ATTACACATT 
901 CAGACCCTGT 
951 AGGTGGGGAT 
1001 CCAGATACTG 
1051 CTGGATCTCG 
1101 TGAGGTCACG 
1151 CGCAGTGGAA 
12 01 CTTTTTGGTG 

1251 catgacgacg 

1301 acgtgccgaa 

1351 aaagcggtgc 

14 01 gaaaaccaac 

1451 CGGAGAACGT 

1501 TCGCGCTACT 

1 5 51 GCTCAACTGG 
1601 ATGTAGCACT 
1651 CCGGTCAAAG 
1701 CGCGTACGTG 
1751 CGAATACAAG 
1801 CTCGAGGCGC 



TGCAGCAGTC 

TCCTGCACAG 

GAGGCAGGGG 

AGAATGGTGA 

ACTACAGACA 

ATCTGAGGAC 

CCATTTACAA 

GGTGGAGGCG 

TGTGGTCACC 

TCACCATAAC 

CAGCAGAAGC 

CCTGGCTTCT 

CTTACTCTCT 

TACTGCCAGC 

GCTGGAGCTG 

AGGTGGTCGC 

GGCATGGCGG 

TGGCAAGGCC 

TCGAGCTGGG 

GCGATTGCTC 

GGGACAGCTG 

CCACCTACAC 

GATAACGCCT 

GCCTGGCACA 

CGCTGGCGGT 

CGGGTCCTTA 

AGCGGAAGAG 

GCGTTTCGCC 

GTGCAGGATA 

TGCTGATGCC 

GGCGTATCGG 

CCCGTGGAGG 

GGCGCCGTTG 

CGTCCTGGGT 

GCCTTTATTC 

CTATCCGAAC 

TACAG 



TGGGGCAGAA 

CTTCTGGCTT 

CCTGAACAGG 

TACTGAATAT 

CATCCTCCAA 

ACTGCCGTCT 

CGACTACTGG 

GTTCAGGCGG 

CAGTCTCCAG 

CTGCAGTGCC 

CAGGCACTTC 

GGAGTCCCTG 

CACAATCAGC 

AAAGAGATAG 

AAAGGGGCGG 

GAATACGATT 

TGGCCGTTAT 

GATATCGCGG 

TTCTATAAGT 

GCGGTGAAAT 

ACGGGCAAGC 

CGCTGGCGGC 

CCCTGGTGCG 

ACGCGTCTTT 

CAAACCTTCT 

AGCCGCTCAA 

GCGCATTACG 

GGGTATGCTG 

TGGCGAACTG 

TCACTTAAGC 

GTCAATGTAT 

CCAACACGGT 

CCCGTGGCAG 

CCATAAAACG 

CTGAAAAGCA 

CCGGCACGCG 



CTTGTGAAAT 

CAACATTAAA 

GCCTGGAGTG 

GCCCCGAAGT 

CACAGCCTAC 

ATTATTGTAA 

GGCCAAGGGA 

AGGTGGCTCT 

CAATCGTGTC 

AGCTCAGCTG 

TCCCAAACTC 

CTCGCTTCAG 

CGAATGGAGG 

TTACCCACTC 

CCAGACCGGT 

ACCCCGCTGA 

TTATCAGGGA 

CGAATAAACC 

AAAACCTTCA 

TTCGCTGG AC 

AGTGGCAGGG 

CTGCCGCTAC 

CTTTTATCAA 

ACGCCAACGC 

GGCATGCCCT 

GCTGGACCAT 

CCTGGGGCTA 

GATGCACAAG 

GGTCATGGCA 

AGGGCATCGC 

CAGGGTCTGG 

GGTCGAGACG 

AAGTGAATCC 

GGCTCTACTG 

GATCGGTATT 

TTGAGGCGGC 



CAGGGGGCTC 

GACTCCTATA 

GATTGGATGG 

TCCAGGGCAA 

CTGCAGCTCA 

TGAGGGGCTC 

CCACGGTCAC 

GGCGGTGGCG 

TGCATCTCCA 

TATATGCCAT 

GTGATTTATG 

TGGCAGTGGA 

CTGAAGATGC 

ACQTTCGGTG 

GTCAGAAAAA 

TGGCGGCCCA 

AAACCGCACT 

CGTTACGCCT 

CCGGCGTTTT 

GATGCGGTGA 

TATTCGTATG 

AGGTACCGGA 

AACTGGCAGC 

CAGCATCGGT 

ATGAGCAGGC 

ACCTGGATTA . 

TCGTGACGGT 

CCTATGGCGT 

AACATGGCGC 

GCTGGCGCAG 

GCTGGGAGAT 

AGTTTTGGTA 

ACCGGCTCCC 

GCGGGTTTGG 

GTGATGCTCG 

ATACCATATC 



Fig. 15N Nucleotide sequence of CAB1.7i gene 
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H1CDR (154) GGCTTCAACATTAAAGACTCCTATATGCAC (183) 

H2CDR (226) TGGATTGATCCTGAGAATGGTQATACTGAATATGCCCCGAAGTTCCAG (273 ) 
H3CDR (373) GGGACTCCGACTGGGCCGTACTACTTTGACTAC (405) 
L1CDR (553) AGTGCCAGCTCAAGTGTAAGTTACATGCAC (582) 
1*2 CDR (628)AGCACATCCAACCTGGCTTCT(648) 
L3CDR (745) CAGCAAAGATCTAGTTACCCACTCACQ (771) 

Fig. 150 Nucleotide sequences of CABl CDRs 
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1 CAGGTGAAAC 

51 AGTCAAGTTG 

101 TGCACTGGTT 

151 ATTGATGCTG 

201 GGCCACTTTT 

251 GCAGCCTGAC 

301 CCGACTGGGC 

351 CGTCTCCTCA 

401 GATCAGAAAA 

4 51 GGGGAGAAGG 

501 GCACTGGTTC 

551 GCACATCCAA 

601 TCTGGGACCT 

651 TGCCACTTAT 

701 CTGGCACCAA 

751 CAGCTGGCGG 

801 GTCTGTTCCA 

851 ATTACACATT 
901 . CAGAC CCTGT 

951 AGGTGGGGAT 

1001 CCAGATACTG 
1051; CTGGATCTCG 

1101 TGAGGTCACG 

1151 CGCAGTGGAA 

1201 CTTTTTGGTG 

1251 CATGACGACG 

1301 ACGTGCCGAA 

1351 AAAGCGGTGC 
140 1 — G AAAAGCAAC 

1451 CGGAGAACGT 

1501 TCGCGCTACT 

1551 GCTCAACTGG 

1601 ATGTAGCACT 

1651 CCGGTCAAAG 

1701 CAGCTACGTG 

1751 CGAATACAAG 

1801 CTCGAGGCGC 



TGCAGCAGTC 
TCCTGCACAG 
GAGGCAGGGG 
AGAATGGTGA 
ACTACAGACA 
ATCTGAGGAC 
CGTACTACTT 
GGTGGAGGCG 
TGTGCTCACC 
TCACCATAAC 
CAGCAGAAGC 
CCTGGCTTCT 
CTTACTCTCT 
TACTGCCAGC 
GCTGGAGCTG 
AGGTGGTCGC 
GGCATGGCGG 
TGGCAAGGCC 
TCGAGCTGGG 
GCCATTGCTC 
GCCACAGCTG 
CCACCTACAC 
GATAACGCCT 
GCCTGGCACA 
CGCTGGCGGT 
CGGGTCCTTA 
AGCGGAAGAG 
GCGTTTCGCC 
GTGCAGGATA 
TGCTGATGCC 
GGCGTATCGG 
CCCGTGGAGG 
GGCGCCGTTG 
CGTCCTGGGT 
GCCTTTATTC 
CTATCCGAAC 
TACAG 



TGGGGCAGAA 
CTTCTGGCTT 
CCTGAACAGG 
TACTGAATAT 
CATCCTCCAA 
ACTGCCGTCT 
TGACTACTGG 
GTTCAGGCGG 
CAGTCTCCAG 
CTGCAGTGCC 
CAGGCACTTC 
GGAGTCCCTG 
CACAATCAGC 
AAAGATCTAG 
AAACGGGCGG 
GAATACGATT 
TGGCCGTTAT 
GATATCGCGG 
TTCTATAAGT 
GCGGTGAAAT 
ACGGGCAAGC 
CGCTGGCGGC 
CCCTGCTGCG 
ACGCGTCTTT 
CAAACCTTCT 
AGCCGCTCAA 
GCGCATTACG 
GGGTATGCTG 
TGGCGAACTG 
TCACTTAAGC 
GTCAATGTAT 
CCAACACGGT 
CCCGTGGCAG 
CCATAAAACG 
CTGAAAAGCA 
CCGGCACGCG 



CTTGTGAGGT 

CAACATTAAA 

GCCTGGAGTG 

GCCCCGAAGT 

CACAGCCTAC 

ATTATTGTAA 

GGCCAAGGGA 

AGGTGGCTCT 

CAATCATGTC 

AGCTCAAGTG 

TCCCAAACTC 

CTCGCTTCAG 

CGAATGGAGG 

TTACCCACTC 

CCACACCGGT 

ACCCCGCTGA 

TTATCAGGGA 

CGAATAAACC 

AAAACCTTCA 

TTCGCTGGAC 

AGTGGCAGGG 

CTGCCGCTAC 

CTTTTATCAA 

ACGCCAACGC 

GGCATGCCCT 

GCTGGACCAT 

CCTGGGGGTA 

GATGCACAAG 

GGTCATGGCA 

AGGGCATCGC 

CAGGGTCTGG 

GGTCGAGACG 

AAGTGAATCC 

GGCTCTACTG 

GATCGGTATT 

TTGAGGCGGC 



GACTCCTATA 

GATTGGATGG 

TCCAGGGCAA 

CTGCAGCTCA 

TGAGGGGACT 

CCACGGTCAC 

GGCGGTGGCG 

TGCATCTCCA 

TAAGTTACAT 

TGGATTTATA 

TGGCAGTGGA 

CTGAAGATGC 

ACGTTCGGTG 

GTCAGAAAAA 

TGAAAGCCCA . 

AAACCGCACT 

CGTTACGCCT 

CCGGCGTTTT 

GATGCGGTGA 

TATTCGTATG 

AGGTACGGGA 

AACTGGCAGC 

CAGCATCGGT 

ATGAGCAGGG 

ACCTGGATTA 

TCGTGACGGT 

CCTATGGCGT 

AACATGGCGC 

GCTGGCGCAG 

GCTGGGAGAT 

AGTTTTGGTA 

ACCGGCTCCC 

GCGGGTTTGG 

GTGATGCTCG 

ATACCATATC 



Pig. ISP 



Nucleotide sequence of CABl gene 



WO 2005/058236 PCT/US2004/041429 

45/79 



H1CDR 

(26) GFNIKDSYMH (35) 
H2CDR (50) WIDPENGDTEYAPKFQ (65) 

H3CDR (99)GIiPLGAIYNDY(109) 
L1CDR (159)SASSSVSYMH(168) 
L2CDR (184)DTSN1AS(190) 
L3CDR (223)QQRDSYPLT(231) 
Fig. 15Q Amino acid sequences of SW1 49.5 CDRs 
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H1CDR (154) GG CTTC AACATT AAAGACT C CT AT ATG CAC (183 ) 

H2CDR (226) TGG ATTGATCCTG AG AATGGTGATACTGAATATG CCCCGAAG TTCCAG (273 ) 
H3CDR (373) GGGCTCCCGCTCGGGGCCATTTACAACGACTAC (405) 
L1CDR <553)AGTGCCAGCTCAAGTGTAAGTTACATGCAC(582) 
L2CDR (628)GATACATCCAACCTGGCTrCT{648) 
L3CDR ( 7 4 S ) CAGCAAAGAG ATAGTTACCCACTCACG (771) 

Fig. 15R Nucleotide sequences of SW149.5 CDRs 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGCTC 

301 CCGCTCGGGG CCATTTACAA CGACTACTGG GGCCAAGGGA CCACGGTCAC 

3 51 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT ■ GGCGGTGGCG 

4 01 GATCAGAAAA TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 
451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 
501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATG 
551 ATACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 
601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 
651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCGACTC ACGTTCGGTG 
701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 
751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 
801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT 
851 ATTACACATT TGGCAAGGCC GATATCGCGG GGAATAAACC CGTTACGCCT 
901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGGGTTTT 
951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA AGGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

1701 CAGCTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 

1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 
1801 CTCGAGGCGC TACAG 
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1 ACACCGGTGT CAGAAAAACA GCTGGCGGAG GTGGTCGCGA ATACGATTAC 

51 CCCGCTGATG AAAGCCCAGT CTGTTCCAGG CATGGCGGTG GCCGTTATTT 

101 ATCAGGGAAA ACCGCACTAT TACACATTTG GCAAGGCCGA TATCGCGGCG 

151 AATAAACCCG TTACGCCTCA GACCCTGTTC GAGCTGGGTT CTATAAGTAA 

201 AACCTTCACC GGCGTTTTAG GTGGGGATGC CATTGCTCGC GGTGAAATTT 

251 CGCTGGACGA TGCGGTGACC _ AGATACTGGC C ACAGCT G AC GGGCAAGCAG 

301 TGGCAGGGTA TTCGTATGCT GGATCTCGCC ACCTACACCG CTGGCGGCCT 

351 GCCGCTACAG GTACCGGATG AGGTCACGGA TAACGCCTCC CTGCTGCGCT 

401 TTTATCAAAA. CTGGCAGCCG CAGTGGAAGC . CTGGCACAAC GCGTCTTTAC 

451 GCCAACGCCA GCATCGGTCT TTTTGGTGCG CTGGCGGTCA AACCTTCTGG 

501 CATGCCCTAT GAGCAGGCCA TGACGACGCG GGTCCTTAAG CCGCTCAAGC 

'551 T GGACC AT AC CTGGATTAAC GTGCCGAAAG CGGAAGAGGC GCATTACGCC * 

601 TGGGGCTATC GTGACGGTAA AGCGGTGCGC GTTTCGCCGG GTATGCTGGA 

651 TGCACAAGCC TATGGCGTGA AAACCAACGT GCAGGATATG GCGAACTGGG 

701 TCATGGCAAA CATGGCGCCG GAGAACGTTG CTGATGCCTC ACTTAAGCAG 

7 51 GGCATCGCGC TGGCGCAGTC GCGCT ACTGG CGTATCGGGT CAATGTATCA 

801 GGGTCTGGGC TGGGAGATGC TCAACTGGCC CGTGGAGGCC AACACGGTGQ 

851 TCGAGACGAG TTTTGGTAAT GTAGCACTGG CGCCGTTGCC CGTGGCAGAA 

$01 GTGAATCCAC CGGCTCCCCC GGTCAAAGCG TCCTGGGTCC ATAAAACGGG 

951 CTCTACTGGC GGGTTTGGCA GCTACGTGGC CTTTATTCCT GAAAAGCAGA 

1001 TCGGTATTGT GATGCTCGCG AATAQAAGCT ATCCGAACCC GGCACGCGTT 

1051 GAGGCGGCAT ACCATATCCT CGAGGCGCTA CAG 



Fig. 1ST ' Nucleotide sequence of BIA gene 
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1 CAGGTGAAAC TGCAGCAGTC TGGGGCAGAA 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT 

101 TGCACTGGTT GAGGCAGGGG CCTGAACAGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT 

201 . GGCCACTTTT ACTACAGACA CATCCTCCAA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT 

301 CCGACTGGGC CGTACTACTT TGACTACTGG 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG 

401 GATCAGAAAA TGTGCTCACC CAGTCTCCAG 

451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC 

551 GCACATCCAA CCTGGCTTCT GGAGTCCCTG 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC 

651 TGCCACTTAT TACTGCCAGC AAAGAtCTAG 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT 

801. GTCTGTTCCA GGCATGGCGG TGGCCGTTAT 

851 ATTACACATT TGGCAAGGCC GATATCGCGG 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT 

; 951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT 

1001 CCAG ATACTG GCC AC AGCTG ACGGGCAAGC 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG 

1151 CGCAGTGGAA GCCTGGCACA ' ACGCGTCTTT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG 

1351 AAAGCGGTGC GCGTTT.CGCC GGGTATGCTG 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG 

1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG 

1701 CAGCTACGTG GCCTTTATTC CTGAAAAGCA 

1751 CGAATACAAG CTATCCGAAC CCGGCRCGCG 

1801 CTCGAGGCGC TACAG 



CTTGTGAAAT CAGGGGGCTC 
CAACATTAAA GACTCCTATA 
GCCTGGAGTG GATTGGATGG 
GCCCCGAAGT TCCAGGGCAA 
CACAGCCTAC CTGCAGCTCA 
ATTATTGTAA TGAGGGGACT 
GGCCAAGGGA CCACGGTCAC 
AGGTGGCTCT GGCGGTGGCG 
CAATCATGTC TGCATCTCCA 
AGCTG AAGTG TAAGTTACAT 
TCCCAAACTC GTGATTTATA 
CTCGCTTCAG TGGCAGT GGA 
CGAATGGAGG CTGAAGATGC 
TTACCCACTC ACGTTCGGTG. 
CCACACCGGT GTCAGAAAAA 
ACCCCGCTGA TGAAAGCCCA 
TTATCAGGGA AAACCGC ACT. 
CGAATAAACC CGTTACGCCT 
AAAACCTTC A CCGGCGTTTT 
TTCGCTGGAC GATGCGGTGA _ 
AGTGGC AGGG TATTCGTATG 
CTGCCGCTAC AGGTACCGGA 
CTTTTATCAA AACTGGCAGC 
ACGCCAACGC CAGCATCGGT 
GGCATGCCCT. ATGAGCAGGC 
GCTGGACCAT ACCTGGATTA 
CCTGGGGCTA TCGTGACGGT 
GATGCACAAG CCTATGGCGT 
GGTCATGGCA AACATGGCGC 
AGGGCATCGC GCTGGCGCAG 
CAGGGTCTGG GCTGGGAGAT 
GGTCGAGACG AGTTTTGGTA 
AAGTGAATCC ACCGGCTCCC 
GGCTCTACTG GCGGGTTTGG 
GATCGGTATT GTGATGCTCG 
TTGAGGCGGC ATACCATATC 
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Animal weight effects 
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Survival Plot 
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CAB1 Proof of Principle — Efficacy* ' 




Time (Days) 

*p<0.05 sgnl7 vs CAB1.2(24h) 

**p<0.OF untreated vs CAB1.2(18,24,36h) 

***QX -<56served in 2.aniialsf 1 Day 16; 1 J?ay 
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150mg/kg GC-Mel 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGT 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL VIYSTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRSSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMAAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP 

551 PVKASWVHKT GSTGGFGAYV AFIPEKQIG1 VMLANTSYPN PARVEAAYH I 

601 LEALQ 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGACT 

301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

401 GATCAGAAAA TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 

4 51 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATA 

551 GC AC AT CC AA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGATCTAG TTACCCACTC ACGTTCGGTG 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 

7 51 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGGCGGCCCA 

801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT 

851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 

951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC. CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCT A TCGTGACGGT 

1351 A2\AGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

1701 CGCGTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 

1751 CGAATAC AAG CTATCCGAAC CCGGCACGGG TTGAGGCGGC ATACCATATC 

18 0 1 CTCGAGGCGC TACAG 
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1 
51 
101 



OVOLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 
IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 
PLGAIYNDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 
1S1 GEKVTITCSA SSAVYAMHWF QQKPGTSPKL VIYSTSNLAS GVPARFSGSG 
201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 
lk\ OLAE WANT I TPLMAAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 
III QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TG.KQWQGIRM 
W LDLATYTAGG LPLQVPDEVT " DNASLLRFYQ NWQPQWKPGT TRLYANASIG 
4 01 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 
451 KAVRVS PGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIAIAQ 
SOI SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP 
PVKASWVHKT GSTGGFGAYV AFI PEKQIGI VMLANTSYPN PARVEAAYHI 



551 
601 LEALQ 
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1 CAGGTGCAGC TGCAGCAGTC 

51 AGTCAAGTTG TCCTGCACAG 

101 TGCACTGGGT GAGGCAGGGG 

151 ATTGATCCTG AGAATGGTGA 

201 GGCCACTTTT ACTACAGACA 

251 GCAGCCTGAC ATCTGAGGAC 

301 CCGCTCGGGG CCATTTACAA 

351 CGTCTCCTCA GGTGGAGGCG 

4 01 GATCAGAAAA TGTGCTCACC 

451 GGGGAGAAGG TCACCATAAC 

501 GCACTGGTTC CAGCAGAAGC 

551 GCACATCCAA CCTGGCTTCT 

601 TCTGGGACCT CTTACTCTCT 

651 TGCCACTTAT TACTGCCAGC 

701 CTGGCACCAA GCTGGAGCTG 

7 51 CAGCTGGCGG AGGTGGTCGC 

801 GTCTGTTCCA GGCATGGCGG 

851 ATTACACATT TGGCAAGGCC 

901 CAGACCCTGT TCGAGCTGGG 

951 ' GGTGGGGAT GCCATTGCTC 

1001 CCAGATACTG GCCACAGCTG 

1051 CTGGATCTCG CCACCTACAC 

1101 TGAGGTCACG GATAACGCCT 

1151 CGCAGTGGAA GCCTGGCACA 

1201 CTTTTTGGTG CGCT GGCGGT 

1251 CATGACGACG CGGGTCCTTA 

1301 ACGTGCCGAA AGCGGAAGAG 

1351 AAAGCGGTGC GCGTTTCGCC 

1401 GAAAACCAAC GTGCAGGATA 

1451 -CGGAGAACGT TGCTGATGCC 

1501 TCGCGCTACT GGCGTATCGG 

1551 GCTCAACTGG CCCGTGGAGG 

1601 ATGTAGCACT GGCGCCGTTG 

1651 CCGGTCAAAG CGTCCTGGGT 

1701 CGCGTACGTG GCCTTTATTC 

1751 CGAATACAAG CTATCCGAAC 

1801 CTCGAGGCGC TACAG 




TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 
CTTCTGGCTT CAACATTAAA GACTCCTATA 
CCTGAACAGG GCCTGGAGTG GATTGGATGG 
TACTGAATAT GCCCCGAAGT TCCAGGGCAA 
CATCCTCCAA CACAGCCTAC CTGCAGCTCA 
ACTGCCGTCT ATTATTGTAA TGAGGGGCTC 
CGACTACTGG GGCCAAGGGA CCACGGTCAC 
GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 
CAGTCTCCAG CAATCGTGTC TGCATCTCCA 
CTGCAGTGCC AGCTCAGCTG TATATGCCAT 
CAGGCACTTC TCCCAAACTC GTGATTTATA 
GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 
CACAATCAGC CGAATGGAGG CTGAAGATGC 
AAAGAGATAG TTACCCACTC ACGTTCGGTG 
AAACGGGCGG CCACACCGGT . GTCAGAAAAA 
GAATACGATT ACCCCGCTGA TGGCGGCCCA 
TGGCCGTTAT TTATCAGGGA AAACCGCACT 
GATATCGCGG CGAATAAACC CGTTACGCCT 
TTCTATAAGT AAAACCTTCA CCGGCGTTTT 
GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 
ACGGGCAAGC AGTGGCAGGG TATTCGTATG - 
CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 
CCCTGCTGCG CTTTTATCAA AACTGGCAGC 
ACGCGTCTTT ACGCCAACGC CAGCATCGGT 
CAAACCTTCT GGCATGCCCT ATGAGCAGGC 
AGCCGCTCAA GCTGGACCAT ACCTGGATTA 
GCGCATTACG CCTGGGGCTA TCGTGACGGT 
GGGTATGCTG GATGCACAAG CCTATGGCGT 
TGGCGAACTG GGTCATGGCA AACATGGCGC 
TCACTTAAGC AGGGCATCGC GCTGGCGCAG 
GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 
CCAACACGGT GGTCGAGACG AGTTTTGGTA 
CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 
CCATAAAACG GGCTCTACTG GCGGGTTTGG 
CTGAAAAGCA GAT CGGT ATT GTGATGCTCG 
CCGGCACGCG TTGAGGCGGC ATACCATATC 
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1 DIVLTQSPAS LSVSLGQRAT MSCRAGESVD IFGVGFLHWY QQKPGQPPKL 

51 LIYRASNLES GIPVRFSGTG SGTDFTLIID PVEADDVATY YCQQTNEDPY 

101 TFGGGTKLEI KGGGGSGGGG SGGGGSGGGG SGGGGSGGGG SEVQLQQSGA 

151 ELVEPGASVK LSCTASGFNI KDTYMHWVKQ RPEQGLEWIG RIDPANGNSK 

201 YVPKFQGKAT ITADTSSNTA YLQLTSLTSE DTAVYYCAPF GYYVSDYAMA 

251 YWGQGTSVTV SSTPVSEKQL AEWANTITP LMAAQSVPGM AVAVIYQGKP 

301 HYYTFGKADI AANKPVTPQT LFELGSISKT FTGVLGGDAI ARGEISLDDA 

351 VTRYWPQLTG KQWQGIRMLD LATYTAGGLP LQVPDEVTDN ASLLRFYQNW 

401 QPQWKPGTTR LYANASIGLF GALAVKPSGM PYEQAMTTRV LKPLKLDHTW 

451 INVPKAEEAH YAWGYRDGKA VRVSPGMLDA QAYGVKTNVQ DMANWVMANM 

501 APENVADASL KQGIALAQSR YWRIGSMYQG LGWEMLNWPV EANTWETSF 

551 GNVALAPLPV AEVNPPAPPV KASWVHKTGS TGGFGAYVAF IPEKQ1GIVM 

601 LANTSYPNPA RVEAAYHILE ALQ 
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1 GACATCGTCC TGACCCAGAG CCCGGCAAGC CTGTCTGTTT CCCTGGGCCA 

51 GCGTGCCACT ATGTCCTGCA GAGCGGGTGA GTCTGTTGAC ATTTTCGGTG 

101 TCGGTTTTCT GCACTGGTAC CAACAGAAAC CGGGTCAGCC GCCAAAACTG 

151 CTGATCTATC GTGCTTCTAA CCTGGAGTCC GGCATCCCGG TACGTTTCTC 

201 CGGTACTGGC TCTGGTACTG ATTTTACCCT GATTATCGAC CCGGTGGAAG 

251 CAGACGATGT TGCCACCTAC TATTGCCAGC AGACCAAC GA GGATCCGTAC 

301 ACCTTCGGTG GCGGTACTAA ACTGGAGATC AAAGGC GGTG GTGGTTCTGG 

351 TGGTGGTGGT AGCGGTGGCG GTGGTAGCGG TGGCGGTGGC AGCGGTGGTG 

401 GTGGCTCTGG TGGCGGTGGC TCTGAAGTGC AGCTGCAGCA GTCCGGTGCG 

451 GAGCTCGTTG AACCGGGCGC TTCTGTGAAA CTGTCTTGCA CTGCATCTGG 

501 TTTCAACATT AAGGACACCT ACATGCAGTG GGT GAAACAA CGCCCGGAAC 

551 AGGGTCTGGA GTGGATCGGT CGCATCGATC CGGCTAACGG TAACAGCAAA 

601 TACGTGCCAA AATTCCAGGG TAAAGCAACC ATCACTGCTG ATACCTCCTC 

651 TAACACTGCT TACCTGCAGC TGACTTCCCT GACTAGCGAA GACACCGCGG 

7 01 TTTATTACTG CGCTCCGTTC GGCTACTATG TCAGCGATTA CGCAATGGCC 

7 51 TACTGGGGTC AGGGCACCTC TGTTACCGTT TCTAGCACAC CGGTGTCAGA 

801 AAAACAGCTG GCGGAGGTGG TCGCGAATAC GATTACCCCG CTGATGGCGG 

851 CCCAGTCTGT TCCAGGCATG GCGGTGGCCG TTATTTATCA GGGAAAACCG 
901 • CACTATTACA CATTTGGCAA GGCCGATATC GCGGCGAATA AACCCGTTAC 

951 GCCTCAGACC CTGTTCGAGC TGGGTTCTAT AAGTAAAACC TTCACCGGCG 

1001 TTTTAGGTGG GGATGCCATT GCTCGCGGTG AAATTTCGCT GGACGATGCG 

1051 GTGACCAGAT ACT GGCCACA GCTGACGGGC AAGCAGTGGC AGGGTATTCG 

1101 TATGCTGGAT CTCGCCACCT ACACCGCTGG CGGCCTGCCG CTACAGGTAC 

1151 CGGATGAGGT CACGGATAAC GCCTCCCTGC TGCGCTTTTA TCAAAACTGG 

1201 CAGCCGCAGT GGAAGCCTGG CACAACGCGT CTTTACGCCA ACGCCAGGAT 

1251 CGGTCTTTTT GGTGCGCTGG CGGTCAAACC TTCTGGCATG. CCCTAT.GAGC 

1301 AGGCCATGAC GACGCGGGTC CTTAAGCCGC TCAAGCTGGA CCATACCTGG 

1351 ATTAACGTGC CGAAAGCGGA AGAGGCGCAT TACGCCTGGG GCTATCGTGA 

1401 CGGTAAAGCG GTGCGCGTTT CGCCGGGTAT GCTGGATGCA CAAGCCTATG 

1451 GCGTGAAAAC CAACGTGCAG GAT AT GGCGA ACTGGGTCAT GGCAAACATG 

1501 GCGCCGGAGA ACGTTGCTGA TGCCTCACTT AAGCAGGGCA TCGCGCTGGC 

1551 GCAGTCGCGC TACTGGCGTA TCGGGTCAAT GTATCAGGGT CTGGGCTGGG 

1601 AGATGCTCAA CTGGCCCGTG GAGGCCAACA CGGTGGTCGA GACGAGTTTT 

1651 GGTAATGTAG CACTGGCGCC GTTGCCCGTG GCAGAAGTGA ATCCACCGGC 

1701 TCCCCCGGTC AAAGCGTCCT GGGTCCATAA AACGGGCTCT ACTGGCGGGT 

1751 TTGGCGCGTA CGTGGCCTTT ATTCCTGAAA AGCAGATCGG TATTGTGATG 

1801 CTCGCGAATA CAAGCTATCC GAACCCGGCA CGCGTTGAGG CGGCATACCA 

1851 TATCCTCGAG GCGCTACAG 
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Adenocarcinoma of lung 
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Adenocarcinoma of lung 
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Adenocarcinoma of lung 
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Carcinoma of lung, squamous cell 
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Tissue of Origin/Site of Finding , , .>> 






Adenocarcinoma of lung 

Grade: AJCC G3: Poorly differentiated 

Stage: 1IIA 


Lung/Lung 


4X 20X 


Immunoger 
4x 










Adenocarcinoma pttupg.- 

Grade? AdCp : G3; Poorly differentiated 

5tage-y!B-.\:1;/ : /^ : - : / V > 


Lung/Lung: ; ; S : . ' ' - ' 


4X 26X 








' 




Adenocarcinoma of lung 
Grade: AJCC G2: Moderately 
differentiated 
Stage: IIIA 

A^eftoparanoma ofjung ^ 
Grade: AJCC G2r Moderately 


Lung/Lung 


4X 2QX 


;:-w"; v." 


diffeVentteted ^ t . / . > \ - t : 

WlCiyw. llink -. ,. . -•• i - \- ■ - y-.'.-. ' 


Luhg/'L'ung^^ s - ' 7 V : 


*X 2QX 


: "jf "*' » "."-5 "*" ' 1 


Carcinoma of lung, squamous cell 
Grade: AJCC G3: Poorly differentiated^ 
Stage: IIIA 


Lung/Lung 


4X 20X 


















. .. : imriiur\c 
«br 


Adenocarcinoma of colon, metastatic , 
Grade: Not Reportedr- t * 
Stage: IV ~ \ > V ' 


Colon/Uver: * , 




' '^- V -Nd 








" ;.;..t : 


Adenocarcinoma of colon 

Grade: AJCC G3: Poorly differentiated 

Stage: IIIB 


Cecum/Cecum 


4X 20X 
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liimah Cvtbkeratiri AE1/AE3 = : 


v: GAB/GCR3708 <0:2ua/ml) - 


"V ; CAByGCR55^ 


ndty: Tumor<100%, Variable to 3+ Cyto) 
Necrosis(Variable to 3+ EC) 

Specificity: High 
1 20X 

SFO0029758 


Immunogendty: Tumor(100%> Variable to 3* Cyto) 
Mixed Inflammatory cells(Variable to 1+ Cyto) 

Specificity: High 
4X 20x 

SF0002975G 


Immunogencity: Tumor(1( 
Mixed inflammatory eel 

Spedfici 

4x 

SF0a<7 










Irnniunogencity: Tumor(15% i Vanable to 3+ Gyto) ; 
Ihtia-aNeolar; mac^ : -. 
Mixed Inflammatory ^ Cyto)' i 
■[ Specificity: High 4 ; -\ 


y Immunogencity: TuJTipnJ4 
*/l intra^lyeo1ar:rna!^ 

Mixed jii'fte^matp^.cel 

^^fit^^QSpecifici 
«'*"'*'"' 4'y- f - b V- r/ .... 




- SF0Q02975B- . " -'is 


o w ^ SF000: 










Immunogendty: Tumor(100%. 2+ Cyto) 
Cellular stroma(1 + Cyto) 
Chronic Inflammatory cells(Variable to 1 + Cyto) 

Specificity: High 
4X ^t/X 
SF0002977F 

1 - Immunogendty! Turhe^<7^/Variab!e to 3+ Cyto) ■ 
' CeljOiar StrbmafYariable to.^ Cyto) , , ' 


Immunogencity: Tur 
Cellular stroi 
Chronic inflammatory « 
Speclfici 

SF000 

r - 1 ihnniuno^encityj TumorXB 
, ' -Cellyiar Stroma(Vi 




'] Necrbisis(Variable to 2+ EC>. v - _ * 
. Intra-alveOIar macrpphages(VariabJe to 2+;Cyio) - 

■■ -w- ■■■■"» 'opecuicity-. nign * t - 

. SF0002978£T- . '\ 


% ' ;V ^ NecrosisCVarl? 
> ^)ntra«^^brar ; r^ 

' ?: -i > ' " ' SDGofici 

•i5,r.'- •,• .*>. --.| ..•.- -»>..- , wj«3v**m*i 

:. : ^- ■': Vi V- . i * : ; ' . V' •,' '•"'• 5 i< 

•; .r ; 1 

' \ SF000. 










• Immunogencity: Tumor(100%, 3+ Cyto) 
Fibrotic stroma(1 + Cyto) 
NecrosisfVariable to 3+ EC) 
Specificity: High 
4x ZQx 
SF0002975F 


Immunogencity: Tur 
Fibrotic stroi 
Necrosis(Vari5 
Speclfici 

4x 

SF000 


^gencJtys T^pr(98%^ariableto3+ \ , 

MemfVanabje jo 3t Cyto) ». 
rpUc strbma(Vartable to Q<to) ; 
irfnal liver parenchymal* Cyb> /' 


Irrtmufio^dty* Tunw^ ' 
Mem,Variab1eJo 3* Cyto) 
'< Flbtotf c stroma(Varlable to 1+ Gyto) 
' / % Normal iver parenchyma(l* Cyto) >m j. 


v v ; Immurtogencityi-Tumf 
Mem f yartab(< 
Fibrotic stroma(Vs 
v isjormal liver pare) 


Necrosis(Yanable to 1+ €0) * " ' v 
^ Spedftaty! High* S\-A ^ 

' ' s v 20x . .* *' ' \ ■ 
' . SF0G02976A? , . ' . " 


r " ' Necrbsls(Vanable iQ 3* EC) . 1 
* v Specificity. High : • H ' •" 

, 4* v vt . 20* 

SF000297J68 .a 


r-',- : '^Necrosis(Varii 
• :• , j Spectfid 

; 4x = . ' s 

= * . . SF000 




Nbntial liver parenchyma shows positive staining (1+) ^ 

Immunogencity: Tumor(85%. Variable to 3+ 
Mem.VariaWe to 3+ Cyto) 
Cellular stroma(1 + Cyto) 
Normal musde(Variable to 2+ Cyto) 
Specificity: High 
4x 20x 
SF00029783 


Immunogendty: Tumc 
Mem.Variabli 
Cellular stroi 
Normal muscle(Vs 
Spedfid 

| 4x 

SF000 
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it m;2ug/m»i; ^SPU 



00%. Variable to 3+ Cyto) 
lls(Variable to 3+ Cyto) 
able to 2+ EC) 
tty: High 

20X 
'29757 

(d^VanaWetoVCv^)"^ 




Tw(100%.2+Cyto) 
ma(1+ Cyto) 
2lls(Variab!e to 1+ Cyto) 
ity. High 
20x 
'29780 




tw(100%. 3+ Cyto) 
maff+Cyto) 
able to 3+ EC) 
ity: High 

20x 
*29760 

5f(9B%, VanaWe to 3+ 
e to 3+ Cyto) v 

nchyma(2*eytb) 

able to 3+ EQ) • ^ % 

(ty.High. ; v-; X '.^ 

w "Mr,; 



jr(85% f Variable to 3+ 
e to 3+ Cyto) 
ma(1+ Cyto) 
ariable to 2+ Cyto) 
ity: High 

20x 
'29784 



H • 1 ■ CAB/GCR6798 :f0:2uq/ml)v.; '^a-; 



Invnunogendty: Tumor<100%, Vartabte to 3+ Cyto) 
Mixed inflammatory ce»s(Variable to 1+ Cyto) 

Specificity: High 
4x 20x 

SF00029753 

v immanogencity: Tumor(l0%, Variable to 2* Cyto) 
> >>.lntra-alveolar m; 




1 . SF000297S9 .. " - 



Immunogencity: Tumor(1 00%, 2+ Cyto) 
Cellular stroma(1+ Cyto) 
Chronic Inflammatory cells(Variable to 1+ Cyto) 

Specificity: High 
4x 20x 
SF0002977D 

^ Immuno^^ 

s - Cellular Stroma(VanaWe to 2* CytoJ ' _ - 




Immunogencity: Tumor(100%, 3+ Cyto) 
Fibrotic stroma(1 + Cyto) 
Necrosis(Variable to 3+ EC) 
Specificity: High 

SF000297SD 

Immunogencity: Tumor(95%, Vanabte to 3+ ' 
; V.;; v Mem,yanable to 3+Cy$b) , 
^ Rbroticstroma(Variabietp1+Cyio) 
\ w ' , Normal liver parenchymal +.QftoJ 
* .Wecro C 
^Specificity; Hi^h - : 

4X ? ■ x 2QX 

' ; , SF00Q29t65 ^ v ;V A ; 
Nlprrnal (iVer parenchyma showspp^tiV^ staining (1+) 

Immunogencity: Tumor(95%, Variable to 3+ 
Mem.Variable to 3+ Cyto) 
Cellular stroma(1+ Cyto) 
Normal mu$cte(Variabte to 2+ Cyto) 
Specificity: High 
4x 20X 
SFO0029781 



CAB/GCR8886Y0:l96ug/i 



Immunogencity: Tumor(1 00%, Variable 
Mixed inflammatory cetls(Veriable to 

Specificity: High 
4x 20x 

SF00029754 

tmmtih^ Vanable t 

mtra-alveglar rnacrophages(Variabj€i tc 
Mixed inflammatory celis(Variabte tqr 

:■. a ^-^j^^jr^t^^ftihf • '^ t,} 




Immunogencity: Tumor(100%, 2+ 
Cellular stroma(1+ Cyto) 
Chronic inflammatory cells<Variable to 

Specificity: High 
4x 20x 
SF0062977E 

TmmunogehcityS M^<^B%^^We\ 
> ^ :\ -i ^Necrb^is^ariable p> 2*MC) t _ 




Immunogencity: Tumor(100% ( 3+ 
Fibrotic stroma(1+ Cyto) 
Necrosis(Varlable to 3+ EC) 
Specificity: High 
4x 20x 
SF0002975E 

Immunogencity: Tumo:r{95%, Variaft 
/ \ , Mem.Variablefo & Oyioy] 
.> ' Fibrotic strprr»a(Vanab|e.to 1+ O 
r^omi^Miy^j^^pcriym^^ 




Immunogencity: Tumor<95%» Variab 
. Mem.Variable to 3+ Cyto) 
Cellular stromad* Cyto) 
Normal muscle(Varlabte to 2+ C 
Specifictty: High 
4x 20x 
SF00029782 
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to 3+ Cyto) 
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Immunogendty: N/A 
Specificity: Unknown 
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Specificity Unknown v ' v •, 


tainlnjb (1+) 




SF00029767 '*V~: 
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CF4 
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FR0002BAB4 



Adenocarcinoma of pancreas, 
metastatic 



.... \ , - ,; ■ 1 

• r \e ; > . .. . ■ • • 



Adenocarcinoma of pancreas, ductal 



Adenocarcinoma of pancreas, ductal 
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Adenocarcinoma of pancreas, ductal 












Grade: AJCC G1: Well differentiated 
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/ Immunogencity* Tumor(10p%/3^Cytb) 
; • ; 7 V] Cellular st^a(i*Cyto)- :^ .r ----- 


' : f ■ ^; . 

> ••• /. + Cellular strpi 




- .7.. Nett«5is(Vanable to*3$ : jBS) . 
. *V - . Specificate High- t - v:,. 
4x _ 20* ~~ 

oruvu^v / oi ....*•,■.. 


.„,., , ; r ; Necrosis(Van? 

f!x : ".~:Spet*fici 

' - ■ SfrQOO 


.^-„ --^ — •• ^ — *- - — — —•—*■•*■ * ■—«.—- * 






inogencity: Tumor(100%, 3+ Cyto) 
adipose tissue(Variable to 1+ Cyto) 

Specificity: High 
20x 

SF0002977O 


Immunogencity: Tumor<100%, 3+ Cyto) 
Fibroadipose tissue(Variatrte to 2+ Cyto) 
Specificity: High 
4x 20x 
SF0002977A 

lnruriunogenaly:Tumor{ipp%,3+Cyto) -.. 
. , Desmoplastic stronia(Variabie,to 2+ Cyto). 


Immunogencity. Tur 
Fibroadipose tissue( 
Specifici 

4x 

SF000. 

J Sv Immunogencity Tuf 
' besmoplasbc stroma 




. , - Specificity: High v ^ 
4k- ■- > - : \ 20x "V- v 
.O. - SF00029771 


- ^ - opecitfcj 




Immunogencity: Tumor(100%, 3* Cyto) 
Myxoid stroma(vanaoie to oyio; 
Specificity: High 
4x 20x 
SF0002976D 

tmmunc>9encity;Tumor(85% f Variable to 3+ Cyto) 


tmmunogencity: Tur 
MvxoiW <ifromarVa 
Specifici 

SF00O. 

' virihn^unc^ehcl^: ^TurrK»t8 




Vv Cellular sUoma(Variable to'l.+.Cyto) - 

Chronic pancreatitis^^ 
' - \ . Specificity; High ,-" • / ' 
7 4x"V ' ' 20x ... % 
: , 7 V- 1 - , SF00029763 ; ; 


" CenularstrorhatVc 
Chronic Dancreatitis( 
. im ; y . Spedficl 

> SF000 




-V [m^L L £ • 7,'V } ^-.vr 




. t — » - i * — ' A a 


Immunogencity: Tumor(100% f 3+ Cyto) 
Chronic pancreatitis{Variable to 2+ Cyto) 
Fibrotic stroma(Variable to 2+ Cyto) 
Specificity: High 
4x 20x 
SF00029775 


Immunogencity: Tur 
Chronic pancreatitis* 
Fibrotic stromafVs 
Specifici 

4x 

SFO0O 
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- Immunogencity Tumor(1o6%,'3+ Cyto)- 
~ Cellular stroma(1+ Cyto) / " ^ 


, I Immunogenaty- Tunior(1 00%] B-t 
if ' Oetlularstroipa0*Gy^ 


Ity; High- 

: • 20x ; ^ % 

j 297gg— 


■> 

V.' 


v " - - NeerosistVanable to 3+ EC) \ - <- " . 
v\ , \\ Speafld^Hig^ j ^ / ^ 

- 4x v 20x \/ - '^\rt : ~ 
... " ^ SF00029Y85 ; -;Vw ' : 

* : . v -v-V , *; 


^ . . Specificity: High ; 
/ ; A- :^ .SF00029786 ,\ [ 


•nor(100%. 3+ Cyto) 
Variable to 2+ Cyto) 
ity: High 

20x 
2977B 




Immunogencity: Tumor(100%. 3+ Cyto) 
Rbroadipose tissue(Variable to 2+ Cyto) 
Specificity: High 
4x ' 20x ! 
SF00029777 


Immunogencity: Turnor(100%, 3+ 
Ftbroadtpose tissue(Variabte to 2+ 

Specificity: High 
4x 20X 

SF00029778 


^or(10p%. 3+ Gyto> 
i(Variableto2+ Cyto) 
ity;Hibh ■ 


.•^ •". •■> : "..«*■■> 


V " Immuhogencityr Tumor(400%, 3+ Cyto) 
.u ; ; : . Desmoplasbc stroma(Variable to2t,Cyto) t ~; 
Specificity* High . , 


^1mmunogencity::Yurto(1(^ 
- / ; Desmoplastic stromap/ariable to 2-t 
- , . Specificity: High 1 


: : - 20x , . :i 
•29772 ■; 




L . SF00Q29TZ0 V * ^ * 


" * 4X . \ - 20x* "\^ 
V/ J " - SFOq02976F ' £j 


tH)r(100%. 3+ Cyto) 
iriable to 2+ Cyto) 
ity: High 

20x 
2976E 

15%, Variable to 3+ G 




iiiuiiunogenciiy. i urnor^iuw ro f v*yuj^ . 
Myxoid stroma(Variable.to 2+ Cyto) 

^ncafiflritv* Minh - 
opc\*nicuy* ntyti 

4jc 20s 
SF0002976B 

. * Immunogencity: Tumor(85% f Variable to 3+ Cyto),, \ 
% , ^ Cellular stromaC/ariabte to' l+Cytpy 


Immunooencitv" TumorM00%. 3+ 
Myxoid stroma (vanaDie to ^+ 
Specificity: High 
4x 2^c 
SFaoa2976C 

: Irjrtmunoge^tyr^um VariableJ 
: , Cellular strorh^CVariable tp • 1+ G 


wable toltCyfo) _ 
(Variable-to 1 -Kbytcf- 

; '22^> 

$9764^ v , 




•\ -/ Chronic , pancYeaUtis(Var1able; to 1+ Cyto) . < V : ; 
. . 4 o pe ci nci (y. n i gn > ^ ■ - - • = : - ^ 

- SF00029761 , 


" Chronic pancreaUtis(Variable to 1if 
' j / , ••• . Snea'ficitVs Hidh > ■ " ^ 

4X :t " ' : ' " - ~2Q£ J j 
, , SF000297G2 S ! 














*nor(100%, 3+ Cyto) 
(Variable to 2+ Cyto) 
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Ity: High 
20x 
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Immunogencity: Tumor(100%. 3+ Cyto) 
Chronic pancreatitis(Variable to 1+ Cyto) 
Fibrotic stroma(Variable to 1+ Cyto) 
Specificity: High 
4x 20x 
SF00029773 


Immunogencity: Tumor<100%. 3+ 
Chronic pancreatitis(Variab!e to 2+ 
Fibrotic stroma(Variabte to 2-f C* 
Specificity: High 
4x 20x 
SF00029774 
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